An ensemble approach for phenotype classification based on fuzzy partitioning of gene expression data.
We focus on developing a pattern recognition method suitable for performing supervised analysis tasks on molecular data resulting from microarray experiments. Molecular characterization of tissue samples using microarray gene expression profiling is expected to uncover fundamental aspects related to cancer diagnosis and drug discovery. There is therefore a need for reliable, accurate classification methods. With this study we propose a framework for constructing an ensemble of individually trained SVM classifiers, each of them specialized on subsets of the input space. The fuzzy approach used for partitioning the data produces overlapping subsets of the input space that facilitates subsequent classification tasks.